[Phylogenetic tree of bacterial and eucaryotic FtsZ-proteins based on the homology of their primary sequences].
In this report we present phylogenetic tree based on the sequences of FtsZ-proteins of Archaea, Bacteria and Eukaryota. We have analyzed the relative positions of separate sequences and their clusters and their distance to the hypothetical root of phylogenetic tree as well. It has been demonstrated that most of procaryotic and eucaryotic FtsZ-protein sequences are located at the distance of 0.3-0.8 substitutions per site from the hypothetical root of phylogenetic tree. The tubulins are outlined from the root at 7-8 fold larger distances in comparison with the separate sequences. This confirms the slight aminoacid homology between these two groups of cytoskeletal proteins. At the same time the significant similarity between FtsZ-proteins of cyanobacteria and of plant plastids has been shown.